. Distribution of methylation probes in relation to CpG functional regions for the 450K array, top 100 differentially methylated loci in relation to blood and urinary total arsenic concentrations, as well as reported top 35 loci. The distribution of CpG functional regions for the top 100 differentially methylated loci in relation to urinary total (P=0.0038) and blood (P=0.0030) arsenic concentrations were statistically different than the overall distribution of functional regions on the array. Funcational regions were classified as ocean/other (isolated CpG loci in the genome), shelf (2-4 kb from a CpG island), shore (within 2 kb of a CpG island), and island (region >200 bp in length and GC% >50%). 
